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Input Set: 



Output Set: 



Started: 2008-08-23 06:13:30.047 
Finished: 2008-08-23 06:13:33.279 

Elapsed: 0 hr(s) 0 min(s) 3 sec(s) 232 ms 
Total Warnings : 4 9 
Total Errors: 0 
No. of SeqIDs Defined: 54 
Actual SeqID Count: 54 

Error code Error Description 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 



Input Set: 



Output Set: 



Started: 2008-08-23 06:13:30.047 

Finished: 2008-08-23 06:13:33.279 

Elapsed: 0 hr(s) 0 min(s) 3 sec(s) 232 ms 

Total Warnings: 4 9 

Total Errors: 0 

No. of SeqIDs Defined: 54 

Actual SeqID Count: 54 

Error code Error Description 

This error has occured more than 20 times, will not be displayed 



SEQUENCE LISTING 



<110> Merck & Co., Inc. 
LaMonica, Nicola 
Facciabene, Andrea 
Aurisicchio, Luigi 

<12 0> C ARC I NOEMBR YON I C ANTIGEN FUSIONS AND 
USES THEREOF 



<130> ITR0073YP 

<140> 10589180 
<141> 2008-08-23 



<150> PCT/EP2005/001114 

<151> 2005-02-03 

<150> 60/635, 791 

<151> 2004-12-14 

<150> 60/543, 649 

<151> 2004-02-11 

<160> 54 

<170> Fast SEQ for Windows Version 4.0 

<210> 1 

<211> 31 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> PCR Primer, chemically synthesized 

<400> 1 

tattctagat gctccccaga ctattacaga a 31 

<210> 2 

<211> 35 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> PCR Primer, chemically synthesized 

<400> 2 

tatgcggccg cctagttttc catactgatt gccgc 35 

<210> 3 

<211> 35 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> PCR Primer, chemically synthesized 



<400> 3 

gctctagagc cccccagagc atcaccgagc tgtgc 35 

<210> 4 

<211> 38 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> PCR Primer, chemically synthesized 

<400> 4 

gctctagaac ccctcagaac atcaccgatc tgtgcgcc 38 

<210> 5 
<211> 30 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> PCR Primer, chemically synthesized 
<400> 5 

tattctagat aatggcgaca aattataccg 30 

<210> 6 

<211> 35 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> PCR Primer, chemically synthesized 

<400> 6 

tatgcggccg ctcataattc atcccgaatt ctgtt 35 

<210> 7 
<211> 2766 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> CEA-LTA fusion 
<400> 7 

atggagtctc cctcggcccc tccccacaga tggtgcatcc cctggcagag gctcctgctc 60 
acagcctcac ttctaacctt ctggaacccg cccaccactg ccaagctcac tattgaatcc 120 
acgccgttca atgtcgcaga ggggaaggag gtgcttctac ttgtccacaa tctgccccag 180 
catctttttg gctacagctg gtacaaaggt gaaagagtgg atggcaaccg tcaaattata 240 
ggatatgtaa taggaactca acaagctacc ccagggcccg catacagtgg tcgagagata 300 
atatacccca atgcatccct gctgatccag aacatcatcc agaatgacac aggattctac 360 
accctacacg tcataaagtc agatcttgtg aatgaagaag caactggcca gttccgggta 420 
tacccggagc tgcccaagcc ctccatctcc agcaacaact ccaaacccgt ggaggacaag 480 



gatgctgtgg ccttcacctg tgaacctgag actcaggacg caacctacct gtggtgggta 540 

aacaatcaga gcctcccggt cagtcccagg ctgcagctgt ccaatggcaa caggaccctc 600 

actctattca atgtcacaag aaatgacaca gcaagctaca aatgtgaaac ccagaaccca 660 

gtgagtgcca ggcgcagtga ttcagtcatc ctgaatgtcc tctatggccc ggatgccccc 720 

accatttccc ctctaaacac atcttacaga tcaggggaaa atctgaacct ctcctgccac 780 

gcagcctcta acccacctgc acagtactct tggtttgtca atgggacttt ccagcaatcc 840 

acccaagagc tctttatccc caacatcact gtgaataata gtggatccta tacgtgccaa 900 

gcccataact cagacactgg cctcaatagg accacagtca cgacgatcac agtctatgca 960 

gagccaccca aacccttcat caccagcaac aactccaacc ccgtggagga tgaggatgct 1020 

gtagccttaa cctgtgaacc tgagattcag aacacaacct acctgtggtg ggtaaataat 1080 

cagagcctcc cggtcagtcc caggctgcag ctgtccaatg acaacaggac cctcactcta 1140 

ctcagtgtca caaggaatga tgtaggaccc tatgagtgtg gaatccagaa cgaattaagt 1200 

gttgaccaca gcgacccagt catcctgaat gtcctctatg gcccagacga ccccaccatt 1260 

tccccctcat acacctatta ccgtccaggg gtgaacctca gcctctcctg ccatgcagcc 1320 

tctaacccac ctgcacagta ttcttggctg attgatggga acatccagca acacacacaa 1380 

gagctcttta tctccaacat cactgagaag aacagcggac tctatacctg ccaggccaat 1440 

aactcagcca gtggccacag caggactaca gtcaagacaa tcacagtctc tgcggagctg 1500 

cccaagccct ccatctccag caacaactcc aaacccgtgg aggacaagga tgctgtggcc 1560 

ttcacctgtg aacctgaggc tcagaacaca acctacctgt ggtgggtaaa tggtcagagc 1620 

ctcccagtca gtcccaggct gcagctgtcc aatggcaaca ggaccctcac tctattcaat 1680 

gtcacaagaa atgacgcaag agcctatgta tgtggaatcc agaactcagt gagtgcaaac 1740 

cgcagtgacc cagtcaccct ggatgtcctc tatgggccgg acacccccat catttccccc 1800 

ccagactcgt cttacctttc gggagcgaac ctcaacctct cctgccactc ggcctctaac 1860 

ccatccccgc agtattcttg gcgtatcaat gggataccgc agcaacacac acaagttctc 1920 

tttatcgcca aaatcacgcc aaataataac gggacctatg cctgttttgt ctctaacttg 1980 

gctactggcc gcaataattc catagtcaag agcatcacag tctctgcatc tggaactcta 2040 

gttaatggcg acaaattata ccgtgctgac tctagacccc cagatgaaat aaaacgttcc 2100 

ggaggtctta tgcccagagg gcataatgag tacttcgata gaggaactca aatgaatatt 2160 

aatctttatg atcacgcgag aggaacacaa accggctttg tcagatatga tgacggatat 2220 

gtttccactt ctcttagttt gagaagtgct cacttagcag gacagtctat attatcagga 2280 

tattccactt actatatata tgttatagcg acagcaccaa atatgtttaa tgttaatgat 2340 

gtattaggcg tatacagccc tcacccatat gaacaggagg tttctgcgtt aggtggaata 2400 

ccatattctc agatatatgg atggtatcgt gttaattttg gtgtaattga tgaacgatta 2460 

catcgtaaca gggaatatag agaccggtat tacagaaatc tgaatatagc tccggcagag 2 52 0 

gatggttaca gattagcagg tttcccaccg gatcaccaag cttggagaga agaaccctgg 2580 

attcatcatg caccacaagg ttgtggaaat tcatcaagaa caattacaga tgatacttgt 2 640 

aatgaggaga cccagaatct gagcacaata tatctcagga aatatcaatc aaaagttaag 2700 

aggcagatat tttcagacta tcagtcagag gttgacatat ataacagaat tcgggatgaa 2760 
ttatga 2766 

<210> 8 
<211> 921 
<212> PRT 

<213> Artificial Sequence 

<220> 

<223> CEA-LTB fusion 
<400> 8 

Met Glu Ser Pro Ser Ala Pro Pro His Arg Trp Cys lie Pro Trp Gin 

15 10 15 

Arg Leu Leu Leu Thr Ala Ser Leu Leu Thr Phe Trp Asn Pro Pro Thr 

20 25 30 
Thr Ala Lys Leu Thr lie Glu Ser Thr Pro Phe Asn Val Ala Glu Gly 

35 40 45 
Lys Glu Val Leu Leu Leu Val His Asn Leu Pro Gin His Leu Phe Gly 

50 55 60 



Tyr Ser Trp Tyr Lys Gly Glu Arg Val Asp Gly Asn Arg Gin lie lie 
65 70 75 80 

Gly Tyr Val lie Gly Thr Gin Gin Ala Thr Pro Gly Pro Ala Tyr Ser 

85 90 95 

Gly Arg Glu lie lie Tyr Pro Asn Ala Ser Leu Leu lie Gin Asn lie 

100 105 110 

lie Gin Asn Asp Thr Gly Phe Tyr Thr Leu His Val lie Lys Ser Asp 

115 120 125 

Leu Val Asn Glu Glu Ala Thr Gly Gin Phe Arg Val Tyr Pro Glu Leu 

130 135 140 

Pro Lys Pro Ser lie Ser Ser Asn Asn Ser Lys Pro Val Glu Asp Lys 
145 150 155 160 

Asp Ala Val Ala Phe Thr Cys Glu Pro Glu Thr Gin Asp Ala Thr Tyr 

165 170 175 

Leu Trp Trp Val Asn Asn Gin Ser Leu Pro Val Ser Pro Arg Leu Gin 

180 185 190 

Leu Ser Asn Gly Asn Arg Thr Leu Thr Leu Phe Asn Val Thr Arg Asn 

195 200 205 

Asp Thr Ala Ser Tyr Lys Cys Glu Thr Gin Asn Pro Val Ser Ala Arg 

210 215 220 

Arg Ser Asp Ser Val lie Leu Asn Val Leu Tyr Gly Pro Asp Ala Pro 
225 230 235 240 

Thr lie Ser Pro Leu Asn Thr Ser Tyr Arg Ser Gly Glu Asn Leu Asn 

245 250 255 

Leu Ser Cys His Ala Ala Ser Asn Pro Pro Ala Gin Tyr Ser Trp Phe 

260 265 270 

Val Asn Gly Thr Phe Gin Gin Ser Thr Gin Glu Leu Phe lie Pro Asn 

275 280 285 

lie Thr Val Asn Asn Ser Gly Ser Tyr Thr Cys Gin Ala His Asn Ser 

290 295 300 

Asp Thr Gly Leu Asn Arg Thr Thr Val Thr Thr lie Thr Val Tyr Ala 
305 310 315 320 

Glu Pro Pro Lys Pro Phe lie Thr Ser Asn Asn Ser Asn Pro Val Glu 

325 330 335 

Asp Glu Asp Ala Val Ala Leu Thr Cys Glu Pro Glu lie Gin Asn Thr 

340 345 350 

Thr Tyr Leu Trp Trp Val Asn Asn Gin Ser Leu Pro Val Ser Pro Arg 

355 360 365 

Leu Gin Leu Ser Asn Asp Asn Arg Thr Leu Thr Leu Leu Ser Val Thr 

370 375 380 

Arg Asn Asp Val Gly Pro Tyr Glu Cys Gly lie Gin Asn Glu Leu Ser 
385 390 395 400 

Val Asp His Ser Asp Pro Val lie Leu Asn Val Leu Tyr Gly Pro Asp 

405 410 415 

Asp Pro Thr lie Ser Pro Ser Tyr Thr Tyr Tyr Arg Pro Gly Val Asn 

420 425 430 

Leu Ser Leu Ser Cys His Ala Ala Ser Asn Pro Pro Ala Gin Tyr Ser 

435 440 445 

Trp Leu lie Asp Gly Asn lie Gin Gin His Thr Gin Glu Leu Phe lie 

450 455 460 

Ser Asn lie Thr Glu Lys Asn Ser Gly Leu Tyr Thr Cys Gin Ala Asn 
465 470 475 480 

Asn Ser Ala Ser Gly His Ser Arg Thr Thr Val Lys Thr lie Thr Val 

485 490 495 

Ser Ala Glu Leu Pro Lys Pro Ser lie Ser Ser Asn Asn Ser Lys Pro 

500 505 510 

Val Glu Asp Lys Asp Ala Val Ala Phe Thr Cys Glu Pro Glu Ala Gin 



515 520 525 

Asn Thr Thr Tyr Leu Trp Trp Val Asn Gly Gin Ser Leu Pro Val Ser 

530 535 540 

Pro Arg Leu Gin Leu Ser Asn Gly Asn Arg Thr Leu Thr Leu Phe Asn 
545 550 555 560 

Val Thr Arg Asn Asp Ala Arg Ala Tyr Val Cys Gly lie Gin Asn Ser 

565 570 575 

Val Ser Ala Asn Arg Ser Asp Pro Val Thr Leu Asp Val Leu Tyr Gly 

580 585 590 

Pro Asp Thr Pro lie lie Ser Pro Pro Asp Ser Ser Tyr Leu Ser Gly 

595 600 605 

Ala Asn Leu Asn Leu Ser Cys His Ser Ala Ser Asn Pro Ser Pro Gin 

610 615 620 

Tyr Ser Trp Arg lie Asn Gly lie Pro Gin Gin His Thr Gin Val Leu 
625 630 635 640 

Phe lie Ala Lys lie Thr Pro Asn Asn Asn Gly Thr Tyr Ala Cys Phe 

645 650 655 

Val Ser Asn Leu Ala Thr Gly Arg Asn Asn Ser lie Val Lys Ser lie 

660 665 670 

Thr Val Ser Ala Ser Gly Thr Leu Val Asn Gly Asp Lys Leu Tyr Arg 

675 680 685 

Ala Asp Ser Arg Pro Pro Asp Glu lie Lys Arg Ser Gly Gly Leu Met 

690 695 700 

Pro Arg Gly His Asn Glu Tyr Phe Asp Arg Gly Thr Gin Met Asn lie 
705 710 715 720 

Asn Leu Tyr Asp His Ala Arg Gly Thr Gin Thr Gly Phe Val Arg Tyr 

725 730 735 

Asp Asp Gly Tyr Val Ser Thr Ser Leu Ser Leu Arg Ser Ala His Leu 

740 745 750 

Ala Gly Gin Ser lie Leu Ser Gly Tyr Ser Thr Tyr Tyr lie Tyr Val 

755 760 765 

lie Ala Thr Ala Pro Asn Met Phe Asn Val Asn Asp Val Leu Gly Val 

770 775 780 

Tyr Ser Pro His Pro Tyr Glu Gin Glu Val Ser Ala Leu Gly Gly lie 
785 790 795 800 

Pro Tyr Ser Gin lie Tyr Gly Trp Tyr Arg Val Asn Phe Gly Val lie 

805 810 815 

Asp Glu Arg Leu His Arg Asn Arg Glu Tyr Arg Asp Arg Tyr Tyr Arg 

820 825 830 

Asn Leu Asn lie Ala Pro Ala Glu Asp Gly Tyr Arg Leu Ala Gly Phe 

835 840 845 

Pro Pro Asp His Gin Ala Trp Arg Glu Glu Pro Trp lie His His Ala 

850 855 860 

Pro Gin Gly Cys Gly Asn Ser Ser Arg Thr lie Thr Asp Asp Thr Cys 
865 870 875 880 

Asn Glu Glu Thr Gin Asn Leu Ser Thr lie Tyr Leu Arg Lys Tyr Gin 

885 890 895 

Ser Lys Val Lys Arg Gin lie Phe Ser Asp Tyr Gin Ser Glu Val Asp 

900 905 910 

lie Tyr Asn Arg lie Arg Asp Glu Leu 
915 920 



<210> 9 
<211> 2355 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> CEA-LTB fusion 



<400> 9 

atggagtctc cctcggcccc tccccacaga tggtgcatcc cctggcagag gctcctgctc 60 

acagcctcac ttctaacctt ctggaacccg cccaccactg ccaagctcac tattgaatcc 120 

acgccgttca atgtcgcaga ggggaaggag gtgcttctac ttgtccacaa tctgccccag 180 

catctttttg gctacagctg gtacaaaggt gaaagagtgg atggcaaccg tcaaattata 240 

ggatatgtaa taggaactca acaagctacc ccagggcccg catacagtgg tcgagagata 300 

atatacccca atgcatccct gctgatccag aacatcatcc agaatgacac aggattctac 360 

accctacacg tcataaagtc agatcttgtg aatgaagaag caactggcca gttccgggta 420 

tacccggagc tgcccaagcc ctccatctcc agcaacaact ccaaacccgt ggaggacaag 480 

gatgctgtgg ccttcacctg tgaacctgag actcaggacg caacctacct gtggtgggta 540 

aacaatcaga gcctcccggt cagtcccagg ctgcagctgt ccaatggcaa caggaccctc 600 

actctattca atgtcacaag aaatgacaca gcaagctaca aatgtgaaac ccagaaccca 660 

gtgagtgcca ggcgcagtga ttcagtcatc ctgaatgtcc tctatggccc ggatgccccc 720 

accatttccc ctctaaacac atcttacaga tcaggggaaa atctgaacct ctcctgccac 780 

gcagcctcta acccacctgc acagtactct tggtttgtca atgggacttt ccagcaatcc 840 

acccaagagc tctttatccc caacatcact gtgaataata gtggatccta tacgtgccaa 900 

gcccataact cagacactgg cctcaatagg accacagtca cgacgatcac agtctatgca 960 

gagccaccca aacccttcat caccagcaac aactccaacc ccgtggagga tgaggatgct 1020 

gtagccttaa cctgtgaacc tgagattcag aacacaacct acctgtggtg ggtaaataat 1080 

cagagcctcc cggtcagtcc caggctgcag ctgtccaatg acaacaggac cctcactcta 1140 

ctcagtgtca caaggaatga tgtaggaccc tatgagtgtg gaatccagaa cgaattaagt 1200 

gttgaccaca gcgacccagt catcctgaat gtcctctatg gcccagacga ccccaccatt 1260 

tccccctcat acacctatta ccgtccaggg gtgaacctca gcctctcctg ccatgcagcc 1320 

tctaacccac ctgcacagta ttcttggctg attgatggga acatccagca acacacacaa 1380 

gagctcttta tctccaacat cactgagaag aacagcggac tctatacctg ccaggccaat 1440 

aactcagcca gtggccacag caggactaca gtcaagacaa tcacagtctc tgcggagctg 1500 

cccaagccct ccatctccag caacaactcc aaacccgtgg aggacaagga tgctgtggcc 1560 

ttcacctgtg aacctgaggc tcagaacaca acctacctgt ggtgggtaaa tggtcagagc 1620 

ctcccagtca gtcccaggct gcagctgtcc aatggcaaca ggaccctcac tctattcaat 1680 

gtcacaagaa atgacgcaag agcctatgta tgtggaatcc agaactcagt gagtgcaaac 1740 

cgcagtgacc cagtcaccct ggatgtcctc tatgggccgg acacccccat catttccccc 1800 

ccagactcgt cttacctttc gggagcgaac ctcaacctct cctgccactc ggcctctaac 1860 

ccatccccgc agtattcttg gcgtatcaat gggataccgc agcaacacac acaagttctc 1920 

tttatcgcca aaatcacgcc aaataataac gggacctatg cctgttttgt ctctaacttg 1980 

gctactggcc gcaataattc catagtcaag agcatcacag tctctgcatc tggaactcta 2040 

gatgctcccc agtctattac agaactatgt tcggaatatc gcaacacaca aatatatacg 2100 

ataaatgaca agatactatc atatacggaa tcgatggcag gtaaaagaga aatggttatc 2160 

attacattta agagcggcgc aacatttcag gtcgaagtcc cgggcagtca acatatagac 2220 

tcccaaaaaa aagccattga aaggatgaag gacacattaa gaatcacata tctgaccgag 2280 

accaaaattg ataaattatg tgtatggaat aataaaaccc ccaattcaat tgcggcaatc 2340 

agtatggaaa actag 2355 

<210> 10 
<211> 784 
<212> PRT 

<213> Artificial Sequence 

<220> 

<223> CEA-LTB fusion 



<400> 10 

Met Glu Ser Pro Ser Ala Pro Pro His Arg Trp Cys lie Pro Trp Gin 
15 10 15 



Arg Leu Leu Leu Thr Ala Ser Leu Leu Thr Phe Trp Asn Pro Pro Thr 

20 25 30 

Thr Ala Lys Leu Thr lie Glu Ser Thr Pro Phe Asn Val Ala Glu Gly 

35 40 45 

Lys Glu Val Leu Leu Leu Val His Asn Leu Pro Gin His Leu Phe Gly 

50 55 60 

Tyr Ser Trp Tyr Lys Gly Glu Arg Val Asp Gly Asn Arg Gin lie lie 
65 70 75 80 

Gly Tyr Val lie Gly Thr Gin Gin Ala Thr Pro Gly Pro Ala Tyr Ser 

85 90 95 

Gly Arg Glu lie lie Tyr Pro Asn Ala Ser Leu Leu lie Gin Asn lie 

100 105 110 

lie Gin Asn Asp Thr Gly Phe Tyr Thr Leu His Val lie Lys Ser Asp 

115 120 125 

Leu Val Asn Glu Glu Ala Thr Gly Gin Phe Arg Val Tyr Pro Glu Leu 

130 135 140 

Pro Lys Pro Ser lie Ser Ser Asn Asn Ser Lys Pro Val Glu Asp Lys 
145 150 155 160 

Asp Ala Val Ala Phe Thr Cys Glu Pro Glu Thr Gin Asp Ala Thr Tyr 

165 170 175 

Leu Trp Trp Val Asn Asn Gin Ser Leu Pro Val Ser Pro Arg Leu Gin 

180 185 190 

Leu Ser Asn Gly Asn Arg Thr Leu Thr Leu Phe Asn Val Thr Arg Asn 

195 200 205 

Asp Thr Ala Ser Tyr Lys Cys Glu Thr Gin Asn Pro Val Ser Ala Arg 

210 215 220 

Arg Ser Asp Ser Val lie Leu Asn Val Leu Tyr Gly Pro Asp Ala Pro 
225 230 235 240 

Thr lie Ser Pro Leu Asn Thr Ser Tyr Arg Ser Gly Glu Asn Leu Asn 
245 25 



